INTRODUCTION
Wheat is one of the most widely used basic food stuff in the world. It grows on more than 218.000.000 hectares, and is consumed by 2.5 billion people in approximately 89 countries. Its agronomic adaptability has resulted in an extensive production in almost all parts of the world and wheat trade is larger than all other crops combined together. Wheat offers easy storage and is used by many ways in food production. It is a great source of carbohydrates and proteins. Wheat is considered to be the world oldest and most widely grown plant. The beginnings of cultivation coincide with the period of the emergence of agriculture in 10 -8 thousand years B.C. and up to 25.000 different cultivars of wheat are grown at present (Gustafson et al. 2009 ). Current genetic and genomic information about wheat is extensive and contains partial knowledge of various types of markers up to the genomic sequence data. Genome research of wheat is considerably complicated due to its genome complexity and size, which is about 17 Gb in the case of hexaploids and combined with the fact that each individual chromosome of wheat has a size in the range of 605 -995 Mb (Doležel et al. 2009 ). Up to date, several different types of DNA markers have been used in the mapping of the wheat genome, that were used to describe the whole genome polymorphism of various wheat varieties (Kaffeel, 2014 Here, CDDP markers were used to analyse the length polymorphism in the genome of two drought tolerant wheat varieties and two drought susceptible wheat varieties.
MATERIAL AND METHODS
The biological material used for the analysis consisted from wheat varieties Venturero and Seladon (drought susceptible) and varieties Aladin and Dagmar (drought tolerant). Total genomic DNA was extracted from young leaves following the method of Rogers and Bendich (1994). Markers based on conserved regions of DNA or gene families represent a group of gene-specific marker systems including techniques PBA and CDDP (Tab 1). Primers are here derived from protein sequences of well characterized genes. GC pair's content by CDDP primers exceeded 60% (Xie et al. 2005). The letter "S" denotes the presence of a C or G base. PBA primers were again designed using human cytochrome P450 sequences (Inui et al. 2000) . Legend: G -guanine, T -thymine, C -cytosine, A -adenine, S -strong (G or C)
Wheat is considered to be the world oldest and most widely grown plant. Current genetic and genomic information about wheat is extensive and contains partial knowledge of various types of markers up to the genomic sequence data. Up to date, several different types of DNA markers have been used in the mapping of the wheat genome, that were used to describe the whole genome polymorphism of various wheat varieties. In study, CDDP markers were used to analyse the length polymorphism in the genome of two drought tolerant wheat varieties and two drought susceptible wheat varieties. Polymorphism has not been obtained in relation to the type of drought resistance in the analyzed wheat varieties in the summary of the CDDP profiles. The primer combination WRKY-F and WRKY-R1 has one fragment with a constant amplicon length of 129 bp in all the analyzed varieties. 
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PCR amplification was performed by 2x MyTaq polymerase (Bioline) 600 nM.dm -1 of primers and using of 50 ng of DNA. Amplification reactions were performed in C1000 thermocycler (BioRad) with following temperature and time profile: 95°C, 5 minutes (95°C, 60 sec; 50°C, 60 sec; 72°C, 120 sec) 45 times plus 72°C 10 minutes final elongation. Amplified fragments were separated in 2% agarose gels stained by GelRed (Biotium) and analyzed online by GelAnalyser.
RESULTS AND DISCUSSION
CDDP marker system has generated in the genome of Venturero variety the DNA fragments that were depended on the used reverse primers. The combination of primers WRKY-F and WRKY-R2 amplified fragments of the length of 227-228 bp. The largest fragment among all primer combinations in this variety is the 387 bp fragment obtained in the forward combination of WRKY-F and WRKY-R3, but it can not be considered as variety or primer specific. Amplicon of the length 151-160 bp is the only fragment that is present in all primer combinations, and thus can be included among the nonspecific amplicons obtained in the CDDP analysis. In addition, fragments of the length of 129-132 bp (WRKY-R1, WRKY-R2 and WRKY-R3), 182-187 bp (WRKY-R1, WRKY-R2 and WRKYR2b) and 227-228 bp (WRKY-R2 and WRKY-R2b) were also amplified in the Venturero variety. Reverse primers WRKY-R2b and WRKY-R3b gave only three fragments to amplify. The Seladon variety resembles Venturero in the obtained CDDP profile, because fragments of the maximum length (375 bp, figure 1a) When comparing the Aladin variety with others, it was observed that the fragment of primer combinations WRKY-F and WRKY-R3 with a length of 364 bp (figure 1b) and the primer combination WRKY-F and WRKY-R2 with a generated amplicon of the length of 186 bp fragments point to the primer-specific fragments of the CDDP marker system when used in the analyzed wheat accessions. Conversely, nonspecific fragment of the length of 152-159 bp does not appear in all primer combinations (absence at the WRKY-R1). Also, the primer specific fragment of 214-219 bp occurred in addition to the primer combination WRKY-F and WRKY-R3b also at the WRKY-R2b reverse primer, and was not observed in any other primer combination. All are nonspecific. The WRKY-R2b reverse primer provided a similar output, 3-4 fragments per variety with a maximum length of 228 bp. This fragment is specific for the primer combination WRKY-F/ WRKY-R2b, unlike the primer combination WRKY-F/ WRKY-R2. The absence of this fragment in the Aladin variety is not so significant as to affect the specificity (the presence of a 219 bp fragment in the Aladin variety). Primer combination with reverse primer WRKY-R3 has generated constant 5 fragments for each variety. The previous text shows that this combination provided the largest fragments and two potential primer-specific fragments are presented here. Both of them (257-261 bp and 215-219 bp) are absent in the Aladin variety, but the second one also occurs when combined with the modified reverse primer WRKY-R3b (212-216 bp). In both combinations there are nonspecific fragments of the length 158-160 bp and 181-186 bp (combination WRKY-F/ WRKY-R2b) and 130-132 bp and 152-157 bp (combination WRKY-F/ WRKY-R3). The CDDP profile with the highest number of amplified fragments was obtained by combining with reverse primer WRKY-R3. Modified reverse primer WRKY-R3b gave weaker amplification because only three fragments, a fragment of 328 bp with only Seladon and Aladin, the only fragment of Venturero and Aladin, the 151-158 bp fragment did not provide the necessary specificity, and the 212-216 bp fragment only provided specificity in primer combinations WRKY-F/ WRKY-R3 and WRKY-F/ WRKY-R3b. In case of analysis of summer wheat varieties by CDDP markers, the following can be summarized. The marker system provides monomorphic profiles in all analyzed varieties and the total number of detected fragments was 81, which is relatively small for the four varieties analyzed and the five primer combinations. (2009a) . However, the conservatively of the binding sites for the primers differs due to biotic and abiotic stress or distributional development, which may serve to identify quantitative locus loci in mapping candidate genes. The typical CDDP fragment profile ranges from 200-1,500 bp than with RAPD but is reproducible. Reproducibility increases with the use of a single long prolongation prolonged at high Ta despite the fact that it can not always be ensured (Poczai et al. 2013) . This primer acts as primer F and combines most often with RAPD or ISSR primers (Gupta et al. 1994) . Previous ScoT studies have shown that reproducibility decreases significantly when the GC fraction falls below 60% (Collard and Mackill, 2009b ) and therefore such combinations do not produce consistent results with CDDP (Collard and Mackill, 2009a) . Primers are of 15-19 bases in length with more than 60% GC and 3 inoculated nucleotides and their development depends on the number of allelic variants in the genomic databases of the respective species to identify all suitable ecological and agronomic genes (Poczai et al. 
CONCLUSION
Analysis of the length polymorphism of the CDDP profiles was analysed in the study and a variability of obtained amplicons was described. Four wheat varieties were used in the study -Aladin, Seladon, Dagmara and Venturero. All the obtained CDDP were compared and specific polymorphism was detected among the analysed wheat varieties, but this was not in the relationship toward the drought tolerance.
